Cryptosporidium species are one of the most common causes of gastrointestinal infection in humans around the world. This study has aimed to investigate the hyper variable region of the 18S rRNA gene in Cryptosporidium for exact parasite identification.
C
and fungus, thus affecting the sensitivity and specificity (2) .
Various species of these parasites can be distinguished only by using molecular techniques, even though a number of important biological differences have been also recognized (3) .
Application of molecular studies in the classification of Cryptosporidium species has led to increased identification of the diversity of the species infecting humans (4) . Until now, at least twenty-two species are accepted as valid in the Cryptosporidium genus based on polymerase chain reaction (PCR) assays. The molecular studies have reported that more frequent Cryptosporidium species in humans are C. parvum , C.hominis and C. meleagridis (1, (5) (6) .
Human cryptosporidiosis is generally transmitted through two routes. One route occurs from human-to-human (anthroponotic transmission)
for C. hominis and C. parvum and another occurs from animal-to-human (zoonotic transmission) for C. parvum (7) . In developed countries, epidemic cryptosporidiosis can occur in children and adults as food-borne or waterborne outbreaks (8) . In developing countries, Cryptosporidium infections occur mostly in children younger than 5 years, with peak occurrence of infections and diarrhea in children under 2 years old (9-10).
There have been few reports on the until it was used for PCR assays.
Nested PCR amplification and RFLP analysis
The 18S rRNA gene was amplified using the nested PCR protocol as described by Xiao et al., 1999 (12) . A primary PCR step gave a PCR product that was about 1,325 bp long, was followed by a secondary amplification of an internal fragment with a length of approximately 840 bp. This fragment has been shown to be very specific to
Cryptosporidium species and for genotyping. Then, the different species were identified by applying restriction digestion of the secondary product.
The primary PCR was amplified by using primers Positive and negative controls were included in every PCR reaction. PCR products were visualized by UV after electrophoresis in 1%
agarose gel and staining with ethidium bromide.
For the secondary PCR step, a PCR product that was 819 to 825 bp long (depending on the species) was amplified by using 2 µl of the primary PCR Cryptosporidium species by patients' origin and immunity status is presented in Table 1 . (Fig. 2) . 
C. hominis).

Discussion
In the current study, we identified similarities and differences in infecting species parvum (13) . Recent studies showed that C.
hominis is the predominant specie in Nigeria (21- 
